. The relative expression analysis of mfa2, pra2, and prf1 (U. maydis mating pathway genes) in wildtype and Δptn1 under high and low ammonium conditions. The RNA expression data were analyzed in GraphPad Prism using unpaired T-test after normalization to wild type expression under high ammonium conditions; a probability value of P < 0.05 was considered as a significant difference and is indicated by *. Figure S6 : Growth rates of 1/2, 2/9, 1/2 Δptn1 and 2/9 Δptn1 strains grown in YPS media were measured by OD600 at an initial interval of 2 h until 12 hours and then every 6 hours until 30 hours. The data did not show any significant differences in growth rates. Figure S7 : Infection of plants with Δptn1 deletion strains in SG200 background. The deletion strain SG200 Δptn1 showed a reduction in pathogenicity compared to wildtype SG200 (nearly significant, P= 0.05048, Kruskal-Wallis multiple comparison test) Figure S8 . Infection of plants with Δptn1 deletion strains in different backgrounds and created through two different methods. Similar reductions in pathogenicity were seen, regardless of the method used to generate the deletions or the genetic backgrounds of the compatible mating partners. 1/2 Δptn1J and 2/9 Δptn1J strains generated using the overlap-PCR method [27, 28] were found to be less infectious compared to WT (1/2 and 2/9). Pathogenicity was similarly impaired for infections with strains FB1 Δptn1J x 2/9 Δptn1; FB1 Δptn1 was generated via the overlap method, while 2/9 Δptn1 as produced with the DelsGate method. 
